A AURAR 2025 5F % 64 .33 -

DOI:10.16644/j.cnki.cn33-1094/tp.2025.06.007

4RI #7E IncRNA T 77 7% 1Y Eb 3 5%

EFE?, KT
(1. YEAHFEESRARTHGE, =& BIRA 666303; 2. FTEAFRKF)

1 E. MAHM KIS RNAFT LR, 32 IncRNA (K 3E 4 4% RNA ) 4% & I A8 38 i3 /) FF 5% 7 33 4E (smORFs) #1135
TR, XN KREMY AR A FAEFR AP RETEERN, AL EZWE T A A TH Y T8 F IncRNA
RAE LT ENEF SRS, QIR T RIS MBI ER e SR HIBRS QTN T ik, @5 RE 7%k
AE AL T BAVE AR R RS F @A kEE R T AR TR R &, e IR S T 44 5 R Fo
SR LA

KR M IncRNA; TH#IFIncRNA; 7%k MBEF T FIIME; SUEFHRE

FESES:Q811.4 SRRARIRED: A X E#HS:1006-8228(2025)06-33-05

A Comparative Evaluation of Computational Methods for
Identifying Translatable IncRNAs in Plants

Cao Ziyong", Liu Changning'
(1. Xishuangbanna Tropical Botanical Garden Chinese Academy of Sciences, Xishuangbanna, Yunnan 666303, China;
2. University of Chinese Academy of Sciences)

Abstract: With the advancement of plant long non-coding RNA (IncRNA) research, some IncRNAs have been found to translate
functional micropeptides through small open reading frames (smORFs), which play crucial roles in plant growth, development, and
stress responses. This paper primarily compares the differences and advantages of existing computational methods for identifying
translatable IncRNAs in plants, including sequence-based approaches, machine learning models, and multi-source data integration
methods. By evaluating different computational methods, this paper summarizes their strengths and weaknesses in terms of accuracy,
sensitivity, and specificity, and proposes potential future improvements, such as the application of deep learning and the integration
of multi-omics data.
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